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SEQUENCE ItlSTING 
<110> Bayer AG, BHC 

<120> Diagnostics and Therapeutics for Diseases Associated with Arginyl 
Aminopeptidase RNPEP-like (RNPEP-like) 

<130> Le A 36 900 

<160> 5 

<170> Pateatia version 3.i • 

<210> ' 1 . 
<211> 3527 
<212> DHA 
<213> Homo sapiens 

<400> 1 

agtaaccccg agtctgcgga agtggtgacc cgtgggacgc ggrctgagaca ggagactgaa 
aggaaccata atttgtgaca tcagttgttt tctttgataa gcagctattt atgattctgg 
aagattaagg cagataggaa accccatctg agattttaat aa.atccctca aacaataaac 
cacatcatgg acatacagct ggaccctgcc agagatgacc tgcctctcat ggccaacacc 
agccacatac ttgtgaagca ctatgtactg gatttggatg tggattttga aagtcaagtc 
attgagggga ccatagtgct tttcctcgag gatggaaaca gattcaagaa acagaatagc 
tctattgagg aagcctgcca atcagaatca aacaaagcct gcaaatttgg gatgcctgaa 
ccctgccata ttcccgtgac aaatgcaagg accttctcat ctgaaatgga atataatgat 
tttgcaatct gtagtaaagg tgaaaaagat acttctgata aagatggtaa ccatgacaac 
caggaacatg cttctgggat ttctagctca aagtactgct gtgacacagg gaatcatggg 
agtgaggatt ttttgctagt gttggactgc tgtgatttat ctgtgttaaa agtcgaggag 
gtggatgttg ctgctgtgcc aggtctggaa aaatttacaa ggtctcctga gctcacggtt 
gtttctgagg agttcaggaa tcagattgta cgtgaacttg tga.ctttgcc tgcaaatcgt 
tggagggagc agttagacta ttacgctcgc tgcagccagg ct:cctggctg tggggaactc 
ctctttgaca ctgacacttg gagcttgcag ataaggaaga cagrgggctca gacagctact 
gactttcctc atgctatcag. gatatggtac aaaactaaac ctgaagggcg atcggttaca 
tggacctcag accagagtgg caggccatgt gtttatactg tgggatctcc cataaacaac 
agggcccttt ttccatgcca ggagccaccc gttgccatgt caacatggca ggctacagtt 
cgagcagctg catcttttgt tgttttaatg agtggggaaa attctgccaa accaacgcag 
ctttgggaag agtgctcaag ctggtattac tatgtaacta tgccaatgcc agcctccacc 
ttcacaattg cagtgggatg ctggacagaa atgaagatgg agacatggtc atcaaatgat 
ttggcaacag agagaccctt ctcaccttct gaggccaact tcaggcatgt tggtgtttgc 
agtcacatgg aatacccctg ccgcttccag aatgcttctg ccaccaccca ggagatcatt 
cctcatcggg tctttgcccc tgtgtgcctc acgggtgcct gccaagagac ccttctgcgg 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 



wo 2005/031358 



PCT/EP2004/010385 



-2- 

ctgatccctc cttgcctctc agcagcacat tctgttctgg gagcacaccc gttctctcgg 1500 

ctggatgttc tcatcgtccc tgccaactt'b ccaagt:ct:gg ggatggccag cccacacatc 1560 

atgttcctct ctcagagcat cttgacagga gggaaccabc fcctgtgggac ccgccbctgc 1620 

catgaaatbg cccatgcctg gtttggccta gccancgggg cccgagactg gacggaggag 1680 

tggctgagtg aaggcttcgc cactcacttg gaggatgtgt tttgggccac agcacagcag 1740 

ctggccccct atgaggcccg ggagcagcag gagctgaggg cttgtctgcg ctggcgtcgc 1800 

ctccaggacg agatgcaatg ctcccccgag gagatgrcagg tgttaaggtt tccacatgtt 1860 

ggcggatgca gtggaagctt ctcttgagat: ctttgccaca ctgttcaaca tgtttgacca 1920 

ctctgbccta aaaacgctbt cttctbaaag cacbb-tictcG tcctggcctt cctgagcttc 1980 

ttcccggagc tgaaggagca gagcgtggac tgccgggcag ggctggaatt cgagcgctgg 2040 

ctcaatgcca caggcccgcc gctggctgag ccggacctgt ctcagggatc cagccbgacc 2100 

cggcccgtgg aggccctttt ccagctgtgg accgcagaac ctcbggacca ggcagcbgcc 2160 

tcggccagcg ccattgacab ctccaagtgg aggacobt:cc agacagcact ctbcctggac 2220 

cggctcctgg abgggtcccc gctgccgcag gaggtsrgbga tgagcctgtc caagtgctac 2280 

tcctccctgc tggactcgat gaacgctgag atccgGatcc gctggctgca gattgaggtc 2340 

cgcaacgact actatcctga cctccacagg gtgcggrcgct tcctggagag ccagatgtca 2400 

cgcatgtaca ccafccccgcb gtacgaggac ctctgcaccg gtgccctcaa gtccttcgcg 2460 

ctggaggtcb bcbaccagac gcagggccgg ctgcacccca accbgcgcag agccabccag 2520 

cagabccbgb cccagggccb gggcbccagc acagag-cccg ccbcagagcc cagcacggag 2580 

cbgggcaagg ctgaagcaga cacagactcg gacgcsLcagg ccctgctgct bggggacgag 2640 

gcccccagca gbgccabcbc bcbcagggac gtcaatgtgb ctgcctagcc ctgttggcgg 2700 

gcbgacccbc gaccbcccag acaccacaab bgbgccttcb gbgggccagg cctgccabga 2760 

cbgcgbctcg gcbcbggcca bgagcbcbgc ccaggcccac aagccccbcc ccbgggctcb 2820 

Gccaggcagg gagaabgggg agagggaccb ccbbgt^gbcb ggcagagacc bgbggaccbg 2880 

gcctccccac tcccagcbcb cbbgcactgc aggccctggg gccagcccgc acacaccatg 2940 

cctcctgtct caacacbgac agcbgtgccb agccccgrgab gccagcaccb gccaggtgcc 3000 

gccccggggc aagggcccca gcagcccbab ggtgaccgcc acacbgbgcc bbaabgbctg 3060 

ccgggggccc aggcbgbgcb gbcccbgcag cacgccfcccb bgcagggabc bgagccaccc 3120 

becccgcaca gcccbgcacc ccgccccbgg ggbbggoagc cbcagbbggc cQcbggcaga 3180 

ggaacaagga cacagacabt ccctcagtgb g9gg9Sr^3-99 ggacacaggg agaggabggb 3240 

tgbccctggg gagggccctc tggccccagg caacct-tagc ccctcagaac agggagbccc 3300 

aggacccagg gagagbgtgg ggacaggaca gcctgbcbcb bgbagcbbcc bggggbggga 3360 

. ggcacagggg caaagcaaba ccccagggaa agbgggaggb ggbgcbggbg cbcbcbccag 3420 

gcccaccabg cbgggagagg cggccagagc cbggggccbc cagccbggga cbgcbgbgab 3480 

ggggbabcac ggbgabggbc ccabbaaacb bccacbcbgc aaaccbg 3527 

<210> 2 

<211> 566 

<212> PRT • 

<213> Homo sapiens 

<400> 2 

Meb Asp Xle Gin Leu Asp Pro Ala Arg Asp Asp lieu Pro lieu Heb Ala 
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Asn Thr Ser His lie" Leu Val Lys His Tyr Val Leu Asp Leu Asp Val 

20 25 30 

Asp Phe Glu Ser Gin Val lie Glu Gly Thr lie Val Leu Phe Leu Glu 

35 40 45 

Asp Gly Asn Arg Phe Lys Lys Gin Asn Ser Ser He Glu Glu Ala Cys 

50 55 60 

Gin Ser Glu Ser Asn Lys Ala Cys Lys Phe Gly Met Pro Glu Pro Cys 
®5 .70 75 80 

His He Pro Val Thr Asn Ala Arg Thr Phe Ser Ser Glu Met Glu Tyr 

85 90 . 95 

Asn Asp Phe Ala He Cys Ser Lys Gly Glu Lys Asp Thr Ser Asp Lys 

100 105 110 

Asp Gly Asn His Asp Asn GXn Glu His Ala Ser Gly He Ser Ser Ser 

115 120 125 

Lys Tyr Qys Cys Asp Thr GXy Asn His Gly Ser Glu Asp Phe Leu Leu 

130 135 140 

Val Leu Asp Cys Cys Asp Leu Ser Val Leu Lys Val Glu Glu Val Asp 
"5 150 155 160 

Val Ala Ala Val Pro Gly Leu Glu Lys Phe Thr Arg Ser Pro Glu Leu 

165 170 175 

Thr Val Val Ser Glu Glu Plie Arg Asn Gin He Val Arg Glu. Leu Val 

180 185 190 

Thr Leu Pro Ala Asn Arg Txrp Arg Glu Gin Leu Asp Tyr Tyr Ala Arg 

195 200 205 

Cys Ser Gin Ala Pro Gly Cys Gly Glu Leu Leu Phe Asp Thr Asp Thr 

210 215 220 

Trp Ser Leu Gin He Arg Lys Thr Gly Ala Gin Thr Ala Thr Asp Phe 
225 230 235 240 

Pro His Ala He Arg He Trp Tyr Lys Thr Lys Pro Glu Gly Arg Ser 

245 250 255 

Val Thr Trp Thr Ser Asp Glaa Ser Gly Arg Pro Cys Val Tyr Thr Val 

260 265 270 

Gly Ser Pro He Asn Asn Arg Ala Leu Phe Pro Cys Gin Glu Pro Pro 

275 280 285 

Val Ala Met Ser Thr Trp Gin Ala Thr Val Arg Ala Ala Ala Ser Phe 

290 295 300 

Val Val Leu Met Ser Gly Glxi Asn Ser Ala Lys Pro Thr Glh Leu Trp 
305 310 315 320 

Glu Glu Cys Ser Ser Trp Tyr Tyr Tyr Val Thr Met Pro Met Pro Ala 

325 330 335 

Ser Thr Phe Thr He Ala VaX Gly Cys Trp Thr Glu Met Lys Met Glu 
340 345 350 
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Thr Trp Ser Ser Asn Asp Leu Ala Thr Glu Arg Pro Plie Ser Pro Ser 

355 360. 365 

Glu Ala Asn Plie Arg His Val Gly Val Cys Ser His Met Glu Tyr Pro 

370 375 380 

Cys Arg Phe Gin Asn Ala Ser Ala Thr Xhr Gin Glu lie lie Pro His 
385 390 395 400 

Arg Val Phe Ala Pro Val Cys Leu Thr Gly Ala Cys Gin Glu Thr Leu 

405 410 415 

Leu Arg Leu He Pro Pro Cys Leu Ser Ala Ala His Ser Val Leu Gly 

420 425 430 

Ala His Pro Phe Ser Arg Leu Asp Val Leu He Val Pro Ala Asn Phe 

435 440 445 

Pro Ser Leu Gly Met Ala Ser Pro His He Met Phe Leu Ser Gin Ser 

450 455 .460 

He Leu Thr Gly Gly Asn His Leu Cys Gly Thr Arg Leu Cys His Glu 
465 470 475 480 

He Ala His Ala Trp Phe Gly Leu Ala He Gly Ala Arg Asp Trp Thr 

485 490 495 

Glu Glu Trp Leu Ser Glu Gly Phe Ala Thr His Leu Glu Asp Val Phe 

500 505 510 

Trp Ala Thr Ala Gin Gin Leu Ala Pro Tyr Glu Ala Arg Glu Gin Gin 

515 520 525 

Glu Leu Arg Ala Cys Leu Arg Trp Arg Arg Leu Gin Asp Glu Met Gin 

530 535 540 

Cys Ser Pro Glu Glu Met Gin Val Leu Arg Phe Pro His Val Gly Gly 
545 550 555 560 

Cys Ser Gly Ser Phe Ser 
565 

<210> 3 
<211> 20 
<212> DNA 

<213> artificiaX sequence 

<220> 

<223> forward prdLmer 
<400> 3 

ccaggacgag atgcaatgct 20 



<210> 
<211> 
<212> 



4 

18 
DMA 
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<213> 



artificial sequence 



<220> 



<223> 



sreverse primer 



<400> 



tgcabcccrcc aacatgtg 



18 



<210> 5 

<211> 25 

<212> r>NA 

<213> a,rtl£iclal sequence 
<220> 

<223> probe 

<400> 5 

cgaggaga.tg caggtgttaa ggttt 25 



